Figure 1: Intraresidue network residue pair scores R(a, a) (defined in Eq. 1) for ThTP as a function of residue number. These scores were calculated on the basis of the set of peak assignments generated by the two-step NOE peak matching algorithm (Section 2.1.2). It can be see that there is large variation in R(a, a) along the sequence. is shown in the first column. The fraction of shift assignments for which there is no target consistent with the others is shown in the second column. The third column corresponds to the fraction of possible calibration peaks for which there are assignments. The last four columns give the standard deviation of the difference between the raw chemical shifts and the corrected chemical shifts for shift assignments along each dimension of the spectrum.
Figure 2: Normalized network residue pair scores R (a, b) (defined in Eq. 2) for ThTP as a function of the distance in space between the residues in the reference structure. R is calculated on the basis of the peak assignments generated by the two-step matching procedure (Section 2.1.2) using the NOE spectra of ThTP (Table 2) , as described in Section 2.1.3. One can see that at the chosen cutoff value of R = 0.2, a reasonable number of bad contacts are selected along with a large number of true contacts. 
